Supplementary Table 1 Forty primer pairs tested on four individuals from each of three squirrel species.

Locus” EMBL accession number Primer sequence (5'-3")° Expected Observed allele sizes (bp)
. product size
Primer set Clone name (for newly based on
name (when isolated microsatellites) CONSensus Hylopetes ~ Hylopetes ~ Menetes
different from sequence lepidus phayrei berdmorei
locus name) (bp)
Hlep05 LN650713 [6-FAM]CCTTCTTCCATTTCTTTGGT 291 290, 292, 277,283, 276,279
PHS33 46 A07 CTACTCTTCATTCTGTGTATCATCA 293, 294 285, 289
Hlep16 LN650724 [6-FAM]JAGTAGCCGTCAGACTAGAATCTCC 288 266, 271, 281, 284, 271 (n=3)
PHS33 46 B12 GSQ GT  ACTCACAAGGTGTCTGCAAATC 284, 288, 286
293
Hlep16 LN650724 [6-FAM]TTTGCAGACACCTTGTGAGTG 186 181 181 187
PHS33 46 B12 GSQ GTT CCCTCCCACTGTCATTATGC
Hlep26 LN650734 [6-FAM]AAGGTGGTCATCAGTTTCATTG 341 284, 286, 284, 285, 307, 316,
PHS33 46 D09 AGTGAATCAGAGTGAGCGATG 292,294 288, 290, 336
291
Hlep34 LN650742 [HEXJATACTTCCATTGTGAGTCAGTCTCT 211 207, 209 201, 207, No amp
PHS33 46 E07 CTTGCCAACAGAGRTGGTG (no hets) 209
Hlep51 LN650759 [HEX]TGATGCATAATCACTGAGAATTGA 206 198-199, 181-182- 188
PHS33 46 G06_GSQ TCTGTGCTTGACTTCAGWTATTTAAGA 203, 207 183, 187
Hlep59 LN650767 [6-FAM]JAATAAATGCTGCTGAAACAAACTC 297 272,274, 277,292, 313,315,
PHS33 46 HO7 GCTGTGCATTAGCCTCAAAG 298 296, 298, 321, 323,
300 329
Hlep72 LN650780 [6-FAM]GCCAAACCACTGCTATCC 243 233, 243, 235,237, 234,242,
PHS33 53 C10 GKGRTAATCCTAGCCACTTG 257 243 247,257,
261
Hlep80 LN650788 [HEXJAATACTKAATGSAATGTGTGCAA 289 288, 289, 270, 277, 268, 273,
PHS33 53 F04 CTTCCATCAGCTCGGTCA 290 278, 288, 274,276,
295 277,281
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[HEX]TGGCCYTCTGTGATTTGG
GAGGCCCTTCTAGGGACTACAG

[HEX]TGGTTAGGKAATATTCTGTGCCACT
TCCCTCTCAACATTTGGAMTTT
[HEXJAATCCTAGGAAGAGTTTGGAACAG
ACCCTGGGTGAGCATTTATC
[HEXJATTGGGARTRTAAAGATGAATRTG
CTTCCCTCAGATGCTTGG
[6-FAM]TCAGGAGAGAATAATGTTTGGT
CTCACACTTTCACAGACCAGT

[6-FAM]ATGGAACCCCATGTCAGACT
GCACTAAATACCAAACTTGGTTGA

[HEXJATGGAACCCCATATCAGACT
GCACTAAATACCAAACTTGGTTGA

[HEX]CCTGARWATRATGCATGTGG
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GCCTTATCTTCCTCTTCCAG
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Scvl AF309450 [6-FAM]TCCAAGGGTGACACAATCAG 234 138, 142, 142 153, 155,

(Scv1-Str) GATGGYCTCTGTTTCTCTGC 149, 151, 157, 164,
153 166, 168,
170
Scv8 AF309454 [6-FAM]TGGATGCCTCAGATGTGTTG 153 155, 158, 154, 158, 156, 160
(Scv8-Strl) GGTTTrCTCTATTTGGAAGTGC 161, 163 160, 163 (no hets)
Scv8 AF309454 [6-FAM]TGCCTCAGATGTGTTGAGTC 154 156, 162, 155, 159, 157, 161
(Scv8-Str2) TGAGAGGTTTGCTCTATTTGG 164 161, 165 (no hets)
SFS07 AY268027 [HEX]JTCAGGGCTCTGACGAAGTC 257 235 236 248
(SFS07-Str) GTTTTATyCTGGCACCTGAAC

No amp, no amplification; no hets, no heterozygotes observed; n = 3, amplification was successful for only three of the four
individuals genotyped

*Locus name indicates the source species for the microsatellite: Hlep, Hylopetes lepidus; Hph, H. phayrei; Mbe, Menetes berdmorei;
GLSA, GS, Glaucomys sabrinus; Lis, Sciurus lis; Scn, S. niger; Scv, S. vulgaris; SFS, G. volans and Str, Spermophilus
tridecemlineatus

® Primer sequence designed from the consensus sequence of the clone and the homologue from Spermophilus tridecemlineatus



